
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0118s0014 

Gene Model: Mapoly0118s0014.1.p 

Description: MpoEXPA-28 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Mpolymorpha_v3_1  

KEGG:- 

EXTERNAL RESOURCES 

https://marchantia.info/  

https://phytozome-next.jgi.doe.gov/info/Mpolymorpha_v3_1
https://marchantia.info/


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>MpoEXPA-28 

MARFQDLAVLQSVACALAFVLLGSNPAMVEAYPAAWDVTTWTDSHVTFYGASDGI

ETMGGACGYGNLWWRGYGLETAALSDTLLNDGLTCGACYQIKCNIASGGYSTKWC

YPSNPTIQVTATNRCPPNWDRPTNAGGWCNPPRTHFDLPLVMFERMAQAVAGIIPVK

YRRVPCVKSGGIKFFLGGNPWFNLVLVYNVAGGGNVKNMQMRGDKTVWYTMKRN

WGQFWECPIGFRGQKLSFIVTLSNGQVRVINNLTTELWYFGQTYEALTNF* 

CDS (coding sequence) 

>MpoEXPA-28 

ATGGCGAGATTCCAAGACCTGGCGGTGCTCCAGTCTGTTGCATGTGCGTTGGCCT

TCGTGCTCTTGGGCAGCAACCCGGCGATGGTTGAGGCATACCCTGCAGCTTGGGA

CGTTACCACTTGGACTGACTCGCACGTAACTTTTTACGGTGCAAGCGATGGCATT

GAGACTATGGGTGGTGCTTGCGGATACGGAAACCTTTGGTGGCGAGGATATGGG

CTCGAGACCGCTGCTCTGAGTGACACTCTTCTCAACGACGGGCTCACATGCGGAG

CTTGTTATCAAATCAAGTGCAACATCGCCAGTGGAGGGTACAGCACCAAATGGTG

CTATCCCAGCAACCCCACCATTCAGGTAACCGCAACGAATCGGTGCCCTCCCAAC

TGGGACCGACCCACGAATGCTGGAGGATGGTGCAACCCTCCCAGGACTCACTTCG

ATCTGCCTCTGGTGATGTTCGAGCGCATGGCTCAAGCAGTCGCTGGAATCATCCC

CGTCAAGTATCGCAGGGTGCCGTGCGTAAAGTCTGGCGGCATCAAGTTTTTTCTC

GGTGGGAACCCATGGTTCAACCTTGTTCTCGTCTACAACGTAGCCGGAGGAGGAA

ATGTGAAGAACATGCAGATGAGAGGGGACAAGACTGTCTGGTACACCATGAAGA

GGAACTGGGGTCAATTTTGGGAATGTCCCATCGGATTCAGAGGCCAGAAGCTTTC

CTTCATCGTCACCTTGTCCAATGGACAGGTGCGAGTCATCAACAACCTCACTACA

GAGCTGTGGTACTTTGGACAGACCTACGAGGCACTGACGAACTTCTGA 

Nucleotide 

>MpoEXPA-28 

TTCTGATTACTGCCGAAAGCAGCTTGGGAAGAATGTTGTGCCCAGGTTGCGGTGC

CACAGAACGAGGTAGATCATGTCCAGATAATCTGACATTCTCGCTTCTGCTGCCG

GCTTGGGCGTTGACCCCGCGTGCGAAGCCCTCGACCTGCGGACATTTTGGACACA

CCGGCCCATGTCAACCCACGGTGAGCTCGGAGACCAACTGCAGCCCCAGGCCAT

GTACAGGACCTTGTATAGTTGGTCCCCGCCAGAGGATGGACTATGGATCGCCCTA

CAGTGTGCAGCTGCACAAATGTCAGTCGGTGGCGCTTGCTTCCGCTCATCGAACG

TGGTGGCTGAATGCCATTCGATGTCATAATCTGGAGAAGCGCTCGTTCAGCGGTA



TGCGGCGTTTCCCGGGTCCATGTTCACTGGCATGACAACTGTGCTCGAGATCACA

GCTTCGATCAGCTCACTATTCTTCTGCAGGGCCACATGAGAGTAGTAGTCCCAGG

ATGCAAATGATGCGAGATTCTTGGGTGAGGAGCTTGTGCGAGGCGGCCGGGCAG

GGAGGGACGAGGAGAAGGTGAGCCCCTGCAACCATGATCAGCGGGGGACTCCAA

TGCGAGCTATATAAGCTCGGACGGGCTTGGCAGAAGTACAACTCGTTCAGTGCTT

TCGGAGCACCGCTGGCCACTTTCATGCTCTGAGTTCTCGCTCGCTCGTCAGGAAG

CAGCCAATCAATCTCGTGTTGATTGCTTTCGAGAGTACGTTCTTTCTAGCTCCAAA

ATTTGAACCATACCAGCACTCGCAGCCAGCATGCATGCATGGTTTGGAGAAGTCG

CAGGGGCTCTGATGTAGAATTGTGAATCGTGTCAGTGACAGACTCTGCTTGCAAG

TTAGACCAAGTGAATGAATCCATCTTCTCGCTCGTCGTCTTCTCAGCACATAGTTA

AAGACAATCTGTTGTTGGAGATAGAGGAACTGAAACATCCAATTTATTTGCATTT

GCTGTCTGCCGAGAATTGTGTAGAACTTCTTGTTCTGATGTTATCTTGTTAGACTT

TCTCGTCGATAGACCTCCCTCATTTTAAGACTCCAATATTCTTAGCTCTCTCCGAG

CTAAGAATGTAAAAACTAATTATCATACTCTCTCTCTCTCTCTCTATATATATATA

TATATATATATATATATAGATAGAGATATTATTTATATGAATTGGATATGCATATG

AATCTTAGCTTGACGAGGTCATTCCTACTAGTTTGATGACCTCTCTAGACCACCAT

GGAACTGACAATGTTCAATTTATCAATCTCTCACAGACCTCATGGCGAGATTCCA

AGACCTGGCGGTGCTCCAGTCTGTTGCATGTGCGTTGGCCTTCGTGCTCTTGGGCA

GCAACCCGGCGATGGTTGAGGCATACCCTGCAGCTTGGGACGTTACCACTTGGAC

TGACTCGCACGTAACTTTTTACGGTGCAAGCGATGGCATTGAGACTATGGGTACG

TGAGAGTTTGTAAATTGATGGTCCGTTCCCGTTCTGAAGAGTAGCTCTTTTTGCAA

TAGTTGCATGAGATTGCTGACCTTCAAGTGCTACACAACCAAGCTCCAAGGTGAT

GCAGCGAATCTTCAGTCTAGAAGGATTTGGAGACGGAAAACTCCTAAACTGAAA

TTCATGGTTATTTACAGGTGGTGCTTGCGGATACGGAAACCTTTGGTGGCGAGGA

TATGGGCTCGAGACCGCTGCTCTGAGTGACACTCTTCTCAACGACGGGCTCACAT

GCGGAGCTTGTTATCAAATCAAGTGCAACATCGCCAGTGGAGGGTACAGCACCA

AATGGTGCTATCCCAGCAACCCCACCATTCAGGTAACCGCAACGAATCGGTGCCC

TCCCAACTGGGACCGACCCACGAATGCTGGAGGATGGTGCAACCCTCCCAGGACT

CACTTCGATCTGCCTCTGGTGATGTTCGAGCGCATGGCTCAAGCAGTCGCTGGAA

TCATCCCCGTCAAGTATCGCAGGTGCTGCACCCTTCAGTAGATATCGAACTGGTT

CCAAATAAGTTTGCTCGACAAATCAAGTTTGAGTGGCCTCTATCTCTCCATGATGT

CAAATATATATCAAGACCAGACACTCTGAAGAATGTGCGTGTCAAGTCTTCTAAT

GGATGTGATGGTAGGATTGAGATCATGATAACTGACTGCGGGCTGCTCTCCATTG

ACTTGCAATGCAGGGTGCCGTGCGTAAAGTCTGGCGGCATCAAGTTTTTTCTCGG

TGGGAACCCATGGTTCAACCTTGTTCTCGTCTACAACGTAGCCGGAGGAGGAAAT

GTGAAGAACATGCAGATGAGAGGGGACAAGACTGTCTGGTACACCATGAAGAGG

AACTGGGGTCAATTTTGGGAATGTCCCATCGGATTCAGAGGCCAGAAGCTTTCCT

TCATCGTCACCTTGTCCAATGGACAGGTGCGAGTCATCAACAACCTCACTACAGA

GCTGTGGTACTTTGGACAGACCTACGAGGCACTGACGAACTTCTGATCATGAGCT

TCGAGGCTCATGATTTGCTGCTGATTCAACCTCTCATTTGATCGATCCTCGATCAA

AAGTGTCGTGGATGGGCTGGATTCATCGTCCGACTGCTGCAGCTTGGAGCTACAC

GTTCATCCACGACTCAAGATTTCACGTCTATACGTTAGACACATAATACGATATCT

GACAATAACTCTCGATTTAACTTCACATCGAGCGAGCTCCGAGCCTCCAGTTCGA

GCTAGCTTCACGAGTCCACTCGAGATGCAAGGAGTAGACGGACTCCAAGAGTTTC

GGCCTCACCTTTAATTAAGGGCATGGTCAACATCCGAGTAGTGATGATAGAATGT

TTGACTTATTTATCCCGTCTGAACACCACTCTACCACTCTGCGGTGCAGCTCCGAA

TTCAACTTGCTCGACTGTGCAGCATGCGGAACAGACGAGGCGTGTGCATATATTC

TGCGCCCGCTGTTAAATGGGACAATGAGGAGCGAACTCACAGTCATTTGCGCTGC

AGTAGCTGGTCCAGTCCGGCGATGGCTTCCAGACAAGTTATCTAAAATGTCTGCA

ACGTAGTTAATCCGTAATGCATCTAAATTAGAGATTCACACGCATGTGTACAAAT



ATGCCTGTTTAGATCACTCGAGCTAAGAAATTCTTTCAGGTTTCTGTCGATTGAAG

GACAGATTCCTACAGTTTAATAAGTCCATTGCTGCAGCTTAGATCTCCGAGCTCA

GTAGTAGCAGTCAGTCAGTTCTTCAGTCTCTGCTACGTGCTTCAGTCTTAGAGGGC

GAGATCTGTCAACTCTCAAACATCCGCTGTAGTTGGTTTAGTTTCTGTATCATTGC

AGATGGGGACCTCATACTGTCCGCTGTAGCCTTGGTGGCTTCAAAATTTGTTGCAT

GCCTCATGCTGCCCATTCCAATAACCAAAGTCACG 

 




